. Nucleotide sequences of the primers used for the cDNA cloning from P. fulvidraco.
Primers
Sequences (5ʹ-3ʹ)
Primers for partial fragment Supplemental Figure 10 . Phylogenetic tree based on the protein sequences of VPS11 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
Supplemental Figure 11 . Phylogenetic tree based on the protein sequences of VPS16 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
Supplemental Figure 12.
Phylogenetic tree based on the protein sequences of VPS18 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
Supplemental Figure 13 . Phylogenetic tree based on the protein sequences of VPS33B from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
Supplemental Figure 14 . Phylogenetic tree based on the protein sequences of VPS41 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
Supplemental Figure 15 . Phylogenetic tree based on the protein sequences of LAMP1 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
. Supplemental Figure 16 . Phylogenetic tree based on the protein sequences of MCOLN1 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
Supplemental Figure 17 . Phylogenetic tree based on the protein sequences of CTSD1 from P. fulvidraco and other vertebrate species using the neighbor-joining (NJ) method in MEGA 5.0 (33) based on the JTT+G model (34) . Branch support values represented a percentage of 1000 bootstrap replicates.
